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We report here the annotated genome sequence of a clinical isolate of Mycobacterium tuberculosis from Mumbai, India. 
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The Mycobacterium tuberculosis complex (MTBC) lineages cir- 
culating in the Indian population are the Indo- Oceanic (IO), 
East African Indian (EAI), and Central Asian (CAS) ( 1-5). A study 
focusing on urban Mumbai and neighboring rural areas reported 
that, mainly, four types of M. tuberculosis strains, viz., Manu-1, 
CAS, Beijing, and East African Indian strains (EAI5), were found 
to be circulating in the population. Diversity of ancient and 
modern strains has been expected, with Mumbai being a world 
trend center (6). In the present research, clinical isolate M. 
tuberculosis MUM 101 of the MTBC lineage circulating in the 
population of the Maharashtra state was subjected to whole- 
genome sequencing. 

The paired-end sequencing was performed on an Illumina 
HiSeq platform. High-quality reads were mapped to the genome 
of reference strain M. tuberculosis H37Rv (accession no. 
NC_000962.2) using the CLC bio Genomics Workbench, as de- 
scribed earlier (7), generating a reference assembly with an aver- 
age 45-read mapping coverage. 

The NCBI Prokaryotic Genome Annotation Pipeline was used 
for the annotation of the reference assembly. The total numbers of 
genes and coding sequences (CDSs) identified are 4,026 and 3,902, 
respectively. Three types of rRNA, namely, 5S, 16S, and 23S, have 
been annotated. There are 45 tRNAs and 59 genes that exhibited 
frameshift mutations. 

Further, using the software SpolPred, we determined the spo- 
ligotype of strain MUM 101, which is 477777777413071, indicat- 
ing that MUM 101 belongs to the East African Indian lineage 
(EAI5). 

Nucleotide sequence accession number. The annotated 
whole-genome sequence has been deposited in GenBank with the 
accession no. CP006578. 


ACKNOWLEDGMENT 

We thank the authorities of Mumbai University, Mumbai, for providing 
research facilities and financial assistance. 

REFERENCES 

1. Thomas SK, Iravatham CC, Moni BH, Kumar A, Archana BV, Majid M, 
Priyadarshini Y, Rani PS, Valluri V, Hasnain SE, Ahmed N. 2011. 
Modern and ancestral genotypes of Mycobacterium tuberculosis from 
Andhra Pradesh, India. PLoS One 6:e27584. http://dx.doi.org/10.1371 
/journal.pone.0027584. 

2. Narayanan S, Gagneux S, Hari L, Tsolaki AG, Rajasekhar S, Narayanan 
PR, Small PM, Holmes S, Deriemer K. 2008. Genomic interrogation of 
ancestral Mycobacterium tuberculosis from south India. Infect. Genet. Evol. 
8:474-483. http://dx.doi.Org/10.1016/j.meegid.2007.09.007. 

3. Homolka S, Projahn M, Feuerriegel S, Ubben T, Diel R, Niibel U, 
Niemann S. 2012. High resolution discrimination of clinical Mycobacte- 
rium tuberculosis complex strains based on single nucleotide polymor- 
phisms. PLoS One 7:e39855. http://dx.doi.org/10.1371/journal.pone.0039 
855. 

4. Gutierrez MC, Ahmed N, Willery E, Narayanan S, Hasnain SE, Chauhan 
DS, Katoch VM, Vincent V, Locht C, Supply P. 2006. Predominance of 
ancestral lineages of Mycobacterium tuberculosis in India. Emerg. Infect. 
Dis. 12:1367-1374. http://dx.doi.org/10.3201/eidl209.050017. 

5. Madhavilatha GK, Joseph BV, Paul LK, Kumar RA, Hariharan R, Mun- 
dayoor S. 2012. Whole-genome sequences of two clinical isolates of Myco- 
bacterium tuberculosis from Kerala, South India. J. Bacteriol. 194:4430. http: 
//dx.doi.org/10.1128/JB.00453-12. 

6. Chatterjee A, D'Souza D, Vira T, Bamne A, Ambe GT, Nicol MP, 
Wilkinson RJ, Mistry N. 2010. Strains of Mycobacterium tuberculosis from 
Western Maharashtra, India, exhibit a high degree of diversity and strain- 
specific associations with drug resistance, cavitary disease, and treatment 
failure. J. Clin. Microbiol. 48:3593-3599. http://dx.doi.Org/10.1128/JCM.0 
0430-10. 

7. Narayanan S, Deshpande U. 2013. Whole-genome sequences of four clin- 
ical isolates of Mycobacterium tuberculosis from Tamil Nadu, south India. 
Genome Announc. I(3):e00186-13. http://dx.doi.Org/10.1128/genomeA.0 
0186-13. 


March/April 2014 Volume 2 Issue 2 e00154-14 


Genome Announcements 


genomea.asm.org 1 


